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Introduction
Wheat is one of the premier crops of the whole world. It is almost said that this crop was the first crop which was domesticated by the human being on the earth.The wheat has higher protein content, about 14% than any other the grain crop. It approximately accounts for 20% of nutritional sources of the people all over the world [1] . The basic goal of wheat breeders is to develop such wheat varieties that are genetically more stable, high yielding than existing ones and well adapted to a wide range of environments. Genetic variability is the basic utensil of breeding tactics which could be achieved through hybridization of diversified genetic material. The exploration of genetic variation in breeding material is of major interest to plant breeders and helpful in achieving higher return per unit area in any crop plant. Heritability isolates the amount of genotypic variation from phenotypic one. There is a direct relationship between heritability and response to selection, which is referred to as genetic progress. The expected response to selection is also called genetic advance. Heritability with value of genetic advance helps the plant breeder predict the gain under selection. The highest heritability in any trait demonstrates its highest transmitting ability to the next generation [2] . The heritability was categorized as low, moderate and high as by [3] . Genetic advance as percent mean was categorized as low, moderate and high as given by [4] . High genetic advance coupled with high heritability estimates offers the most effective condition for selection [5] .
The heritability also gives the information about the structure of a population and the percentage of trait transmission from one generation to the next as well. The higher value of heritability will make the selection process effective, which will result in higher response. Therefore, the main aim of this study is to determine heritability and genetic advance of the characters of wheat genotypes among the various agromorphological to identify the traits that may be useful in selection.
Materials and methods
The experiment was conducted to assess heritability and genetic advance for grain yield and its associated traits in F2 populations of bread wheat during the year 2017-2018 at Southern Wheat Research Station, Tandojam. The plot was laid out in Randomized Complete Block Design with three replications. The plot was comprised of 4 rows and each one of them was 6 feet long. The distance between row to row was 20 centimetres and the distance between plant to plant was 5 centimetres. Seven parental lines along with their six cross combinations of F2 populations were grown. Duncan (1955) and genetic variability and heritability estimates were determined according to [8] Falconer (1989) . 
Analysis of variance
The analysis of variance was carried out for ten different traits recorded from thirteen genotypes with seven parents and their six F2 populations of bread wheat as presented in table 1 & 2. The data were recorded for the ten characters i.e. plant height (cm), tillers plant -1 , spike length (cm), spikelet spike -1 , grains spike -1 , grain weight of main spike (g), grain yield plant -1 (g), seed index (1000 grain weight, g), biological yield plant -1 (g) and harvest index (%). Regarding the analysis of variance, all the genotypes were highly significant and significant for all the traits at 0.01% and 0.05% probability level. Among genotypes, the parents were highly significant at 0.01% probability level for plant height (cm), spikelets spike -1 , grains spike -1 , seed index (1000 grain weight, g), biological yield plant -1 (g) and harvest index (%), whereas significant at 0.05% probability level for spike length (cm), grain weight of main spike (g) and grain yield plant -1 (g) and non-significant for tillers plant -1 only. In case of F2 populations, the hybrids were highly significant at 0.01% probability level for plant height (cm), grain weight of main spike (g), seed index (1000 grain weight, g) and harvest index (%), while significant at 0.05 probability level for spike length, spikelets spike -1 , grain yield plant -1 (g) and biological yield plant -1 (g) and non-significant for tillers plant -1 and grains spike -1 . 
Seed index (1000 grain weight (g))
The results for seed index are described in 
Conclusion
It is concluded that parents and hybrids were having significant and highly significant genetic variation for most of the traits which were studied. The cross Kiran-95 x Marvi-2000 proved to be the most effective cross combination for most of the traits as showed higher heritability values for many characters. For that reason, selection of this cross would be very fruitful. Some of the cross combinations expressed a specific response for some of the traits as the crosses manifested better performance for many traits. Therefore, these hybrids would be useful in making betterment of these specific characters in cross breeding programmes. Similarly, those cross combinations which proved to be better for specific traits must be chosen for further refinement in the breeding programmes. 
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